UniprotKB Entry name |organism full oglcnacscore oglcnac phosphorylation sites PMIDS sequence intracellular [extracellular [cytosol nucleus mitochndrion |, .. golgi

ID name sites reticulum |apparatus

P48681  |NEST HUMAN [Homo  |Nestin|24.000026  [S355;5358|S311,T315,5325,T338,5355,5358,T [23301498,41018975,38665916,347 |MEGCMGEESFQMWELNRRLEAYL [True False 2356 [4.047 [2.595 2.153 1.75
sapiens 388,5308;5471,5476;5548;5564;85 [25712;36580660;39534244;340199 |ARVKALEEQNELLSAELGGLRAQSA

78;5588;5638;5680;5702;5S746;S76
8;5790;5820;S831;S842;T851;5894;
$905;5913;5934;5S1016;S1261;S128
2;51286;51310;S1347;S1409;5S1418
;S1452;51496;51498;51577;S1617;
S1618

48;39531497

DTSWRAHADDELAALRALVDQRWR
EKHAAEVARDNLAEELEGVAGRCQ
QLRLARERTTEEVARNRRAVEAEKC
ARAWLSSQVAELERELEALRVAHEE
ERVGLNAQAACAPRCPAPPRGPPAP
APEVEELARRLGEAWRGAVRGYQER
VAHMETSLGQARERLGRAVQGARE
GRLELQQLQAERGGLLERRAALEQR
LEGRWQERLRATEKFQLAVEALEQE
KQGLQSQIAQVLEGRQQLAHLKMSL
SLEVATYRTLLEAENSRLQTPGGGSK
TSLSFQDPKLELQFPRTPEGRRLGSL
LPVLSPTSLPSPLPATLETPVPAFLKN
QEFLQARTPTLASTPIPPTPQAPSPAV
DAEIRAQDAPLSLLQTQGGRKQAPE
PLRAEARVAIPASVLPGPEEPGGQRQ
EASTGQSPEDHASLAPPLSPDHSSL
EAKDGESGGSRVFSICRGEGEGQIW
GLVEKETAIEGKVVSSLQQEIWEEED
LNRKEIQDSQVPLEKETLKSLGEEIQ
ESLKTLENQSHETLERENQECPRSL
EEDLETLKSLEKENKELLKDVEVVR
PLEKEAVGQLKPTGKEDTQTLQSLQ
KENQELMKSLEGNLETFLFPGTEN
QELVSSLQENLESLTALEKENQEPL
RSPEVGDEEALRPLTKENQEPLRSL
EDENKEAFRSLEKENQEPLKTLEEE
DQSIVRPLETENHKSLRSLEEQDQE
TLRTLEKETQQRRRSLGEQDQMTLR
PPEKVDLEPLKSLDQEIARPLENEN
QEFLKSLKEESVEAVKSLETEILESL
KSAGQENLETLKSPETQAPLWTPEEI
NQGAMNPLEKEIQEPLESVEVNQET
FRLLEEENQESLRSLGAWNLENLRS
PEEVDKESQRNLEEEENLGKGEYQE
SLRSLEEEGQELPQSADVQRWEDTV
EKDQELAQESPPGMAGVENEDEAE
LNLREQDGFTGKEEVVEQGELNATE
EVWIPGEGHPESPEPKEQRGLVEGA
SVKGGAEGLQDPEGQSQQVGAPGL
QAPQGLPEAIEPLVEDDVAPGGDQA
SPEVMLGSEPAMGESAAGAEPGPG
QGVGGLGDPGHLTREEVMEPPLEE
ESLEAKRVQGLEGPRKDLEEAGGLG
TEFSELPGKSRDPWEPPREGREESE
AEAPRGAEEAFPAETLGHTGSDAPS
PWPLGSEEAEEDVPPVLVSPSPTYTP
ILEDAPGPQPQAEGSQEASWGVQGR
AEALGKVESEQEELGSGEIPEGPQEE
GEESREESEEDELGETLPDSTPLGFY
LRSPTSPRWDPTGEQRPPPQGETGK
EGWDPAVLASEGLEAPPSEKEEGEE
GEEECGRDSDLSEEFEDLGTEAPFL
PGVPGEVAEPLGQVPQLLLDPAAWD
RDGESDGFADEEESGEEGEEDQEE
GREPGAGRWGPGSSVGSLQALSSSQ
RGEFLESDSVSVSVPWDDSLRGAVA
GAPKTALETESQDSAEPSGSEEESDP
'VSLEREDKVPGPLEIPSGMEDAGPG
ADIIGVNGQGPNLEGKSQHVNGGV
MNGLEQSEEVGQGMPLVSEGDRGS
PFQEEEGSALKTSWAGAPVHLGQG
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